Background
In previous studies of PBMC gene expression in s-JIA we noted a strong erythropoiesis signature in patients with severe anaemia, correlating with an expansion of CD34+ progenitor cells [1] . Therefore, the origin of anaemia in s-JIA may be different from anaemia of chronic inflammation. We examined CD34+ progenitor cells and PBMC gene expression in patients with s-JIA and other types of JIA.
Methods
187 patients with JIA (21 s-JIA and 166 other subtypes) prior to DMARD treatment were studied. PBMCs were isolated using Ficoll gradient centrifugation and analyzed by flow cytometry after CD34 staining. Gene expression analysis was performed on Affymetrix HG U133 plus 2.0 arrays.
Results
Patients with s-JIA and anaemia had a significant elevation of CD34+ cells compared to patients with other JIA subtypes and anaemia (Table 1) . Comparing PBMC gene expression in patients with s-JIA and anaemia and other JIA subtypes and anaemia revealed 671 differentially expressed probes (T-test). Unsupervised hierarchical clustering revealed homogeneous clustering of the s-JIA group. Strongly divergent gene clusters were identified with overexpression of erythropoiesis-related genes in patients with s-JIA.
Conclusion
Patients with s-JIA and anaemia have an increased output or survival of hematopoietic progenitor cells and a specific erythropoiesis signature. This contradicts the paradigm that anaemia in s-JIA is caused by decreased erythrocyte production due to chronic inflammation. In addition, we recently showed that many patients with s-JIA have fea- 
